. SDS-PAGE of purified CCIZN36 disulfide-linked trimer under non-reducing and reducing conditions. Lane1, low molecular weight standards (GE Healthcare, Waukesha, WI), Lane 2, purified 3-H under non-reducing conditions (molecular weight 22674.8±22.8 Da verified using MALDI-TOF mass spectrometry), Lane 3, purified 3-H under reducing conditions (molecular weight of the monomer 7559.8±2.5 Da and dimer 15123.6±39.0 Da verified using MALDI-TOF mass spectrometry). were generated by removing either two copies or one copy, respectively of the 8066 Fab fragment, while the structure shown in panel C is that of the intact trimer with the bound Fab 8066. The orientations of the complexes were adjusted manually to show the best agreement with the electron microscopic images. 189 190 191 192 193 194 195 196 197 198 199 200 201 202 203 204 205 206 207 208 209 Q577* x 2(helixB) T/F56 G572 x 3 G572 G572 G572 x 4 G572 x 2 G572 G572* x 4 G572* G572* x 3 G572* G572* x 4 G572* x 2 G572* x 2 Q575 x 6 Q575 x 5 Q575 x 2 Q575 x 8 Q575 x 12 Q575 x 2 Q575* x 7 Q575* x 8 Q575* x 2 Q575* x 5 Q575* x 5 Q575* x 3 Q575* x 3 L576 x 3 L576 x 6 L576 x 2 L576 x 2 L576 x 11 L576 x 8 L576 x 12 L576 x 4 I573 (helixB)
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